Longimonas halophila and Longibacter salinarum are type strains of underexplored genera affiliated with Salisaetaceae. Herein, we report the draft genome sequences of two strains of these bacteria, L. halophila KCTC 42399 and L. salinarum KCTC 52045, with the intent of broadening knowledge of this family. Genome annotation and gene mining revealed that both bacteria exhibit amylolytic abilities.
various ␣-amylases and two pullulanases that act on ␣-1,4and ␣-1,6-glycosidic linkages, respectively. Approximately 1.03 billion bases in 1,738,070 paired-end reads were obtained from L. salinarum genome sequencing. After removing adapters and low-quality reads, the cleaned-up reads were assembled into 22 contigs with a coverage of 179ϫ. The draft genome is 4,406,485 bp, with an N 50 value of 433,789 bp. The GϩC content of the genome was around 59.3%. A total of 3,486 genes were predicted, with 85% (2,979 genes) of the total genes linked to COG functions. The total number of CAZymes encoded was 140 (36 GHs, 61 GTs, 8 PLs, 31 CEs, and 4 AAs).
Collectively, genome sequencing and gene mining suggested that both strains exhibit amylolytic ability against starch. This article presents the genome sequences of the two bacteria, which contribute to a further understanding of the genera and their family.
Data availability. The whole-genome shotgun projects of L. halophila and L. salinarum have been deposited in GenBank with accession numbers PDEP00000000 and PDEQ00000000, respectively. The raw sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) with accession numbers SRR10190493 for L. halophila and SRR10190806 for L. salinarum.
